A number of commensal oral streptococcal species produce a heterogeneous group of proteins that mediate binding of salivary ␣-amylase. This interaction likely influences streptococcal colonization of the oral cavity. Here, we present draft genome sequences of several strains of oral streptococcal species that bind human salivary amylase.
treptococcus species are primary colonizers of the tooth surface facilitating the formation of dental plaque. Some oral streptococcal species bind ␣-amylase, the most abundant protein in human saliva. The ability to bind salivary amylase may provide a selective advantage within the oral microbial niche. Investigations into the mechanism of amylase binding using an amylase ligandbinding assay (1, 2) revealed a variety of amylase-binding proteins (ABPs) (3) (4) (5) (6) .DuringthecourseofourrecentstudiesofABPs,wewished to rapidly determine the genetic sequence encoding the ABPs identified by N-terminal sequencing. To facilitate these studies, the genomes of 18 strains were sequenced, assembled, and annotated, ultimately to study the evolution of ABPs and other proteins in oral streptococci.
Each streptococcal strain studied originated from a site in the human oral cavity. Genomic DNA was extracted from overnight cultures, as previously described (7), treated with RNase A/T1 mix (Thermo Fisher Scientific, Inc.) and further purified using the QIAamp DNA minikit (Qiagen) for high-throughput sequencing. DNA libraries were prepared using the TruSeq DNA multiplexed library preparation kit v2.0 (Illumina). DNA sequencing was performed in rapid 150-cycle paired-end mode in a single lane using an Illumina HiSeq 2500 analyzer (http://www.buffalo.edu /bioinformatics.html), which achieved 150-bp read lengths and over 100ϫ coverage. The paired-end sequencing reads were checked for quality, de novo assembled, and annotated using MyPro, a software pipeline for prokaryotic genomes (8) . This software is available for download at http://sourceforge.net/projects /sb2nhri/files/MyPro/. With available reference genomes, eight of the 18 assemblies were post-assembled (align, order, and connect) using MyPro to generate superior draft genomes as shown in Table 1. The mean numbers of contigs obtained for the 8 and the remaining 10 strains (without post-assembly) were 6.9 and 13.6, respectively. Similarly, the mean N 50 values were 1 Mb and 620 Kb, respectively. After manually excluding contaminant and phage sequences, the annotated sequences were submitted to NCBI. Detailed commands conducted for the 18 draft assemblies can be found on the website of MyPro. The oral streptococcal strains vary in genome size, number of coding sequences (CDSs), and number of rRNAs and tRNAs (Table 1). Each nearly 2-Mb streptococcal genome contains an average GϩC content of 40.8%, 1,916 CDSs, 10.9 rRNAs, and 57.9 tRNAs.
Nucleotide sequence accession numbers. These draft genome sequences have been deposited in GenBank under the accession numbers given in Table 1 . The versions described in this paper are the first versions.
